Seven lung adenocarcinoma cell lines (PC-7, PC-9, H1975, H2228, VMRC-LCD, LC2/ad, and A549) were used in this research. PC-7, PC-9, H1975, and H2228 were cultivated in RPMI medium containing L-glutamine (Wako Pure Chemical Industry) supplemented with 10% FBS, 1x
The libraries of whole-exome sequencing (WES) were prepared from the purchased DNA of the two individuals using the SureSelect XT kit and SureSelect Human All Exon V5 (Agilent), following the manufacturer's protocol. The 100 pair-end sequencing of these libraries was performed using HiSeq2500. Using WES data for two individuals, SNPs were called by GATK version 3.7 according to the GATK Best Practices for germline short variants 17 .
Sanger sequencing of fusion transcripts
Using SuperScript II Reverse Transcriptase (Thermo Fisher) and oligo-dT primers, we synthesized first-strand cDNA from total RNA of LC2/ad and PC-9. We amplified the fusion region of CCDC6-RET and WAC-SFMBT2 from cDNA of LC2/ad and ZSCAN22-CHMP2A from PC-9 using Phusion High-Fidelity PCR Master Mix (Thermo Fisher) and the following primers: CCDC6-RET (fwd: GCAGCAAGAGAACAAGGTGC, rev: ACCATCCTAAGTTGCTGGGC), WAC-SFMBT2 (fwd: AGCACAGGTCACAGTAAGGC, rev: AACCTTAGTCACCGACGCAG),
ZSCAN22-CHMP2A
(fwd: AAGTTGGCTAGTCTCTGCGG and rev:
CCCAGCTCATCCAGAACCTG). Sanger sequencing was performed using the 3730xl DNA Analyzer (Thermo Fisher) and forward primers for each primer set.
Data analysis of conventional RNA-Seq data
We utilized the data obtained for the TruSeq RNA of LC2/ad from our previous study (DRA001846) 16 . We aligned the RNA-Seq and SMART-Seq reads to the longest coding isoforms of each RefGene using BWA-MEM with default parameters. For expression quantification, we counted the number of reads mapped to each isoform and calculated the tpm (transcript per million) as the expression level.
To detect the transcript isoform, we aligned RNA-Seq reads of LC2/ad to hg38 using tophat2.1.0 and assembled them with cufflinks 2.2.1 according to the RefSeq annotation guide or not.
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Flow cell # of total reads # of pass 2d reads Figure S4 Correlation of the expression level between FL-cDNA-Seq (R9.4) and Illumina TruSeq of LC2/ad using BWAprocessed data. In comparison of FL-cDNA-Seq reads and TSS and TTS of RefSeq, 82% and 63% of the TSS and TTS detected by MinION were located within ± 500 bp from those of the RefSeq transcripts, respectively. Although TTS detected by FL-cDNA-Seq distributed sharply at TTS of RefSeq, TSS detected by FL-cDNA-Seq showed broad distributions around TSS. This should reflect the characteristic feature of the broad TSS as previously reported (Carninci et al. 2006 ). Fourteen and thirty-two percent of the TSS and TTS detected by MinION were located more than 500 bp downstream of TSS and -500 bp upstream of TTS of RefSeq, respectively. These fraction may represent the truncated form of cDNAs, which occurred in the process of cDNA synthesis or sequencing. To further evaluate rate of the possible cDNA truncation, TSS detected by MinION was compared with TSS detected by our previous TSS-Seq data in LC2/ad. TSS detected by MinION almost evenly located in upstream and downstream of the TSSs of the TSS-Seq, suggesting that the frequency of the cDNA truncation is not high, if any. To evaluate the coverage of full-length of CDS by MinION reads, we also compared TSS and TTS detected by MinION with CDS start and end of RefSeq. Eighty-three and eighty-one percent of the TSS and TTS, respectively, detected by MinION were located upstream of CDS start and downstream of CDS end of RefSeq. Full-length of CDS was covered by 67% of mapped MinION reads. Judging from these observations, we concluded that the FL-cDNA-Seq should be able to detect full-length of CDS with at reasonably high efficiency. The distance between the ends of isoform detected by SMART-Seq and TSS (Left) or TTS (Right) of RefSeq. For assembling of Illumina short reads to transcript isoforms, we used cufflinks2.2.1 without guide of transcript models. To evaluate the difference between the MinION and the Illumina sequencing, Illumina short reads were assembled to transcript isoforms, using cufflinks for the TruSeq and SMART-Seq reads of LC2/ad. Using the TSS and TTS as of the assembled isoforms assembled, we compared their positions with those of RefSeq. We found the TSS and the TTS of Illumina isoforms were frequently located more than 500 bp downstream of the TSS and more than -500 bp upstream of the TTS of RefSeq. Since these fractions were lower than those of the MinION reads, we believe that the overall performance of FL-cDNA-Seq is superior than previous method. Also note that the truncated cDNA forms showed similar distribution patterns both at the TSS and the TTS between Illumina reads and the MinION reads, they are independent of the sequencing platforms, but derived from the RNA degradation at starting the starting material. 
